Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.002 Å; R factor = 0.023; wR factor = 0.064; data-to-parameter ratio = 16.9.
The structure of the title manganese complex, [Mn(NO 3 ) 2 (C 5 H 5 N) 2 (H 2 O) 2 ], consists of discrete monomeric entities with Mn 2+ ions located on centres of inversion. The metal cation is octahedrally coordinated by a trans-N 2 O 4 donor set with the pyridine N atoms located in the apical positions. Discrete molecules are linked by O-HÁ Á ÁO hydrogen bonds into one-dimensional supramolecular infinite chains along the b and c axes.
Related literature
For our previous work on the structural chemistry of transition metal complexes, see: Shahid et al. (2010) . For details concerning the geometric parameters of Mn II complexes, see: Saphu et al. (2012) .
Experimental
Crystal data [Mn(NO 3 ) 2 (C 5 H 5 N) 2 (H 2 O) 2 ] M r = 373.19
Monoclinic, P2 1 =c a = 8.8988 (7) Å b = 11.8668 (10) Å c = 7.5950 (6) Å = 107.500 (1) V = 764.91 (11) Å 3 Z = 2 Mo K radiation = 0.91 mm À1 T = 100 K 0.43 Â 0.39 Â 0.39 mm
Data collection
Bruker SMART APEX CCD diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2003) T min = 0.583, T max = 0.701 6644 measured reflections 1897 independent reflections 1817 reflections with I > 2(I) R int = 0.016 Refinement R[F 2 > 2(F 2 )] = 0.023 wR(F 2 ) = 0.064 S = 1.08 1897 reflections 112 parameters 2 restraints H atoms treated by a mixture of independent and constrained refinement Á max = 0.34 e Å À3 Á min = À0.30 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Symmetry codes: (i) Àx þ 1; Ày þ 1; Àz þ 1; (ii) Àx þ 1; y À 1 2 ; Àz þ 1 2 .
Data collection: SMART (Bruker, 2002) ; cell refinement: SAINT-Plus (Bruker, 2002) ; data reduction: SAINT-Plus; program(s) used to solve structure: SHELXTL (Sheldrick, 2008) ; program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: publCIF (Westrip, 2010) .
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Supplementary data and figures for this paper are available from the IUCr electronic archives (Reference: BR2215). 
Refinement
Water hydrogen atoms were tentatively found in the difference density Fourier map and were refined with an isotropic displacement parameter 1.5 that of the adjacent oxygen atom. The O-H distances were restrained to be 0.84Å within a standard deviation of 0.02 with U iso (H) =1.5 U eq (O). All other Hydrogen atoms were placed in calculated positions with C -H distances of 0.95Å for aromatic H atoms with U iso (H) =1.2 U eq (C).
Computing details
Data collection: SMART (Bruker, 2002) ; cell refinement: SAINT-Plus (Bruker, 2002) ; data reduction: SAINT-Plus (Bruker, 2002) ; program(s) used to solve structure: SHELXTL (Sheldrick, 2008) ; program(s) used to refine structure:
SHELXTL (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: publCIF (Westrip, 2010) . Packing diagram of the title compound. Hydrogen bonds are indicated by dashed lines. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Diaquabis(nitrato-κO)bis(pyridine-κN)manganese(II)
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (13) 
